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What is the 15k initiative? URL: https:/iSk.nal.usda.qgov
 The 5,0QO arthropoc! genomes Initiative (i5k) coordinates the Contact: i5k@ars.usda.gov

sequencing of 5,000 insect or related arthropod genomes’.
. !nternational effert to seek fundipg .from.academia, governments, Coming soon: QC and OGS generation
industry, and private sources; prioritize insect genomes for ] ]
sequencing; develop best practices for genome sequencing and pipeline
curation. * The pipeline incorporates 1) automated and manually-reviewed
- - quality control (QC) of formatting errors caused by manual
What is the 15k Workspace@NAL? curation via the programs gff3-fix and gff3-QC; and 2) merging
A workspace for genomic data access, dissemination, and computationally predicted gene models with manually curated
curation for any ‘orphaned’ arthropod genome project, hosted gene models into an Official Gene Set (OGS) via the program gff3-
by the USDA’s National Agricultural Library (NAL)?. replace.
* Any orphaned arthropod genome project in need of manual * The merge relies on curator-supplied information in a mandatory
curation or other genome portal resources can submit their data. ‘Replaced Models’ Web Apollo® field that specifies which gene
* We provide a central organism page for each project, gene models from the computationally predicted gene set should be
pages for projects with an Official Gene Set, data downloads, a replaced by the manually curated model.
BLAST? search engine, the Jbrowse* genome browser, and the QC and OGS generation pipeline
Web Apo||o5 manual curation tool. ; ; Computationally Predicted Gene Models
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Type Reference Sequence ID start End Strand View sequence
gene Scaffold16 685289 5085886 [+] Fasta
A Srnl il ShAIn [+] oo Sequence Input Clustering and Iteration  Iteration Output
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applications are built in a Django framework. Features include:
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